FIGURE 1 



Figure 1: pMS Phage Display Vector. Pro = Lac 2 promoter. L1 = Omp A leader, 12 = Pel B leader. Light 
= light chain . Heavy = heavy chain. 
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FIGURE 3a 



Length of 7C10 light/Primatized: 705 bp; Listed from: 1 to: 705; 

Translated from: 1 to: 703 (Entire region); 

Genetic Code used: Universal; Fri, May 26, 1995 11:11 AM 

F-ame 1MRVPAQLLGLLLLWLPGAR 

ATG AGG GTC CCC GCT CAG CTC CTG GGG CTC CTG CTG CTC TGG CTC CCA GGT GCA CGA 
g 18 27 36 45 54 

CAYELTQPPSVSVSPGQTARI 
TGT GCC TAT GAA CTG ACT CAG CCA CCC TCG GTG TCA GTG TCC CCA GGA CAG ACG GCC AGG ATC. 
63 72 81 90 99 108 117 

TCGGDNSRNEYVHWYQQKPAR 
ACC TGT GGG GGA GAC AAC AGT AGA AAT GAA TAT GTC CAC TGG TAC CAG CAG AAG CCA GCG CGG 
126 135 144 153 162 171 180 

"A Hp iLVIYDDSDRPSGIPERF S 
GCtECCT ATA CTG GTC ATC TAT GAT GAT AGT GAC CGG CCC TCA GGG ATC CCT GAG CGA TTC TCT 
Q189 198 207 216 225 234 243 

G *"% KSGNTATLTINGVEAGDEA 
GgI'tCC AAA TCA GGG AAC ACC GCC ACC CTG ACC ATC AAC GGG GTC GAG GCC GGG GAT GAG GCT 
j= 252 261 270 279 288 297 306 

n fSy YCQVWDRASDHPVFGGGT R 
GAC TAT TAC TGT CAG GTG TGG GAC AGG GCT AGT GAT CAT CCG GTC TTC GGA GGA GGG ACC CGG 
Q315 324 333 342 351 360 369 

V^TVLGQPKAAPSVTLFPPSS E 
GTS~ACC GTC CTA GGT CAG CCC AAG GCT GCC CCC TCG GTC ACT CTG TTC CCG CCC TCC TCT GAG 
S 3 78 387 396 405 414 423 432 

E^LOANKATLVCLISDFYPGAV 
GAG CTT CAA GCC AAC AAG GCC ACA CTG GTG TGT CTC ATA AGT GAC TTC TAC CCG GGA GCC GTG 
441 450 459 468 477 486 495 

TVAWKADSSPVKAGVETTTPS 
ACA GTG GCC TGG AAG GCA GAT AGC AGC CCC GTC AAG GCG GGA GTG GAG ACC ACC ACA CCC TCC 
504 513 522 531 540 549 558 

KOSNNKYAASSYLSLTPEQWK 
' AAA CAA AGC AAC AAC AAG TAC GCG GCC AGC AGC TAC CTG AGC CTG ACG CCT GAG CAG TGG AAG 
567 576 585 594 603 612 621 

SHRSYSCQVTHEGSTVEKTVA 
TCC CAC AGA AGC TAC AGC TGC CAG GTC ACG CAT GAA GGG AGC ACC GTG GAG AAG ACA GTG GCC 
630 639 648 657 666 675 684 



P T E C S 
CCT ACA GAA TGT TCA TGA 
693 702 



FIGURE* 3b 



Length of 7C10 heavy/ Primatized: 1431 bp; Listed from: 1 to: 1431; 

Translated from: 1 to: 1429 (Entire region); 

Genetic Cede used: Universal; Fri, May 25, 1995 11:11 AM 

Frame 1MKHLW F FL LLVAAPRWVL S 

ATG AAA CAC CTG TGG TTC TTC CTC CTC CTG GTG GCA GCT CCC AGA TGG GTC CTG TCC 
9 18 27 36 45 54 

QVKLQQWGEGLLQPSETL SRT. 
CAG GTG AAG CTG CAG GAG TGG GGC GAA GGA CTT CTG CAG CCT TCG GAG ACC CTG TCC CGC ACC 
63 72 81 90 99 108 117 

C V V S G G S ISGYYYWTWIRQTP 
TGC GTT GTC TCT GGT GGC TCC ATC AGC GGT TAC TAC TAC TGG ACC TGG ATC CGC CAG ACC CCA 
126 135 144 153 162 171 180 

"GRGLEWI GHIYGNGATTNYNP 
GGG AGG GGA CTG GAG TGG ATT GGC CAT ATT TAT GGT AAT GGT GCG ACC ACC AAC TAC AAT CCC 
189 198 207 216 225 234 243 

SLjLKSRVT I SKDTSKNQFF LNL 
TCCrCTC AAG AGT CGA GTC ACC ATT TCA AAA GAG ACG TCC AAG AAC CAG TTC TTC CTG AAC TTG 
T%52 261 270 279 288 297 306 

N /IS VTDADTAVYYCARGPR PDC 
AAT^MrCT GTG ACC GAC GCG GAC ACG GCC GTC TAT TAC TGT GCG AGA GGC CCT CGC CCT GAT TGC 
H315 324 333 342 351 360 369 

t rgr icyggwvdvwgpgdlvtvs 

ACA: ACC ATT TGT TAT GGC GGC TGG GTC GAT GTC TGG GGC CCG GGA GAC CTG GTC ACC GTC TCC 
C f78 387 396 405 414 423 432 

S S T K G 

TCAftSCT AGC ACC AAG GGC 
10*41 450 

G flfT AALGCLVKDYFPEPVTVSW 
GGC ACA GCG GCC CTG GGC TGC CTG GTC AAG GAC TAC TTC CCC GAA CCG GTG ACG GTG TCG TGG 
504 513 522 531 540 549 558 

NSGALTSGVHTFPAVLQS SGL 
AAC TCA GGC GCC CTG ACC AGC GGC GTG CAC ACC TTC CCG GCT GTC CTA CAG TCC TCA GGA CTC 
567 576 585 594 603 612 621 

YSLSSVVTVPSSSLGTQTYIC 
TAC TCC CTC AGC AGC GTG GTG ACC GTG CCC TCC AGC AGC TTG GGC ACC CAG ACC TAC ATC TGC 
630 539 648 657 666 675 684 

NVNKKP S NTKVDKKAE PK S C D 
AAC GTG AAT CAC AAG CCC AGC AAC ACC AAG GTG GAC AAG AAA GCA GAG CCC AAA TCT TGT GAC 
693 702 711 720 729 738 747 

KTHTCPPCPAPELLGGPSVFL 
AAA ACT CAC ACA TGC CCA CCG TGC CCA GCA CCT GAA CTC CTG GGG GGA CCG TCA GTC TTC CTC 
756 755 774 783 792 801 810 

FPPKPKDTLMISRTPEVTCVV 
TTC CCC CCA AAA CCC AAG GAC ACC CTC ATG ATC TCC CGG ACC CCT GAG GTC ACA TGC GTG GTG 
819 828 837 846 855 864 873 

VDVSHEDP EVKFNWYVDGVEV 
GTG GAC GTG AGC CAC GAA GAC CCT GAG GTC AAG TTC AAC TGG TAC GTG GAC GGC GTG GAG GTG 
882 891 900 909 918 927 936 



PSVFPLAPSSKSTSG 
CCA TCG GTC TTC CCC CTG GCA CCC TCC TCC AAG AGC ACC TCT GGG 
459 468 477 486 495 



FIGURE 3b (Continued) 



HNAKTKPREEQYNSTYRVVSV 
CAT AAT GCC AAG ACA AAG CCG CGG GAG GAG CAG TAC AAC AGC ACG TAC CGT GTG GTC AGC GTC 
945 954 9S3 972 981 990 999 

LTVLHQDWLNGKEYKCKVSNK 
CTC ACC GTC CTG CAC CAG GAC TGG CTG AAT GGC AAG GAG TAC AAG TGC AAG GTC TCC AAC AAA 
1008 1017 1026 1035 1044 1053 1062 

ALPAPIEKTISKAKGQPREPQ 
GCC CTC CCA GCC CCC ATC GAG AAA ACC ATC TCC AAA GCC AAA GGG CAG CCC CGA GAA CCA CAG 
1071 1080 1089 1098 1107 1116 1125 

VYTLPPSRDELTKNQVSLTCL 
GTG TAC ACC CTG CCC CCA TCC CGG GAT GAG CTG ACC AAG AAC CAG GTC AGC CTG ACC TGC CTG 
1134 1143 1152 1161 . 1170 1179 1188 

vHkgfyps D IAVEWESNGQ P EN 
GTC AAA GGC TTC TAT CCC AGC GAC ATC GCC GTG GAG TGG GAG AGC AAT GGG CAG CCG GAG AAC 
D1197 1206 1215 1224 1233 1242 1251. 

NyjYKTTPPVLDSDGSFFLYSKL 
AAJZ TAC AAG ACC ACG CCT CCC GTG CTG GAC TCC GAC GGC TCC TTC TTC CTC TAC AGC AAG CTC 
1^1260 1269 1278 1287 1296 1305 1314 

T^VDKSRWQ QGNVFSC SVMHEA 
ACC GTG GAC AAG AGC AGG TGG CAG CAG GGG AAC GTC TTC TCA TGC TCC GTG ATG CAT GAG GCT 
"1323 1332 1341 1350 1359 1368 1377 

LMHNEYTQKSLSLSPGK 
CIS; CAC AAC CAC TAC ACG CAG AAG AGC CTC TCC CTG TCT CCG GGT AAA TGA 
gl386 1395 1404 1413 1422 1431 



# + 



FIGURE 4a 

Length of 7B6 light/Primatized: 720 Op; listed from: 1 to: 720; 

Translated from: 1 to: 718 (Entire region); 

Genetic Code used: Universal; Fri, May 26, 1995 11:10 AM 

F-rame 1MSLPAQLLGLLLLCVPGS S 

ATG AGC CTC COT GCT CAG CTC CTC GGG CTG CTA TTG CTC TGC GTC CCC GGG TCC ACT 
9 18 27 36 45 54 

GEVVMTQSPLSLPITPGEPAS 
GGG GAA GTT GTG ATG ACT CAG TCT CCA CTG TCC CTT CCC ATC ACA CCT GGA GAG CCG GCC TCC 
63 72 81 90 99 108 117 

ISCRSSQSLKHSNGDTFLSWY 
ATC TCC TGT -AGG TCT AGT CAA AGC CTT AAA CAC AGT AAT GGA GAC ACC TTC CTG AGT TGG TAT 
126 135 144 153 162 171 180 

•qiTqkpgqpprlliykvsnrdsg 

CAfe CAG AAG CCA GGC CAA CCT CCA AGG CTC CTG ATT TAT AAG GTT TCT AAC CGG GAC TCT GGG 
H 189 198 . 207 216 225 234 243 

vWp DRFSGSGAGTDFTLKISAV 
GT^- CCA GAC AGA TTC AGC GGC AGT GGG GCA GGG ACA GAT TTC ACA CTG AAA ATC AGC GCA GTG 
W252 261 270 279 288 297 306 

e""aedvgvyfcgqgtrtpptfg 
gag- gct gaa gat gtt ggg gtt tat ttc tgc ggg caa ggt aca agg act cct ccc act ttc ggc 

315 324 333 342 351 360 369 

G M= G TKVE I KRTVAA P SVF I F P P 
GGA GGG ACC AAG GTG GAA ATC AAA CGT ACG GTG GCT GCA CCA TCT GTC TTC ATC TTC CCG CCA 
• Q 378 387 396 405 414 423 432 

s = "deqlksgtasvvcllnnfyp 

TCT GAT GAG CAG TTG AAA TCT GGA ACT GCC TCT GTT GTG TGC CTG CTG AAT AAC TTC TAT CCC 
441 450 459 468 477 486 495 

REAKVQWKVDNALQSGNSQES 
AGA GAG GCC AAA GTA CAG TGG AAG GTG GAT AAC GCC CTC CAA TCG GGT AAC TCC CAG GAG AGT 
504 513 522 531 540 549 558 

VTEQDSKDSTYSLSSTLTLSK 
GTC ACA GAG CAG GAC AGC AAG GAC AGC ACC TAC AGC CTC AGC AGC ACC CTG ACG CTG AGC AAA 
567 576 585 594 603 612 621 

ADYEKHKVYACEVTHQGL S S P 
GCA GAC TAC GAG AAA CAC AAA GTC TAC GCC TGC GAA GTC ACC CAT CAG GGC CTG AGC TCG CCC 
630 639 648 657 666 675 684 

VTKSFNRGEC 
GTC ACA AAG AGC TTC AAC AGG GGA GAG TGT TGA 
693 702 711 720 



FIGURE 4b 



Length of 7B6 heavy/Primatized: 1437 bp; Listed from: 1 to: 1437; 

Translated from: 1 to: 1435 (Entire region); 

Genetic Code used: Universal; Fri, May 26, 1995 11:09 AM 

ame 1MGWSLILLFLVAVATRVQC 

ATG GGT TGG AGC CTC ATC TTG CTC TTC CTT GTC GCT GTT GCT ACG CGT GTC GAG TGT 
9 18 27 36 45 54 

1VQLVESGGGLVQPGGSLRVS 
GTG CAA CTG GTG GAG TCT GGG GGA GGC TTG GTC CAG CCT GGC GGG TCC CTG AGA GTC TCC 
63 72 81 90 99 108 117 

'AVSGFTF SDHYMYWFRQAPG 
CGT GCA GTC TCT GGA TTC ACC TTC AGT GAC CAC TAC ATG TAT TGG TTC CGC CAG GCT CCA GGG 
126 135 144 153 162 171 180 

KGP E'WVGF IRNKPNGGTTEYA 
AAG GGG CCG GAA TGG GTA GGT TTC ATT AGA AAC AAA CCG AAC GGT GGG ACA ACA GAA TAC GCC 
189 198 207 216 225 234 243 

ASVKDRFTISRDDSKSIAYLQ 
GCG TCT GTG AAA GAC AGA TTC ACC ATC TCC AGA GAT GAT TCC AAA AGC ATC GCC TAT CTG CAA 
2£2 261 270 279 288 297 306 

few? 

MpSLKIEDTAVYYCTTSYI SH 
ATG }kc AGC CTG AAA ATC GAG GAC ACG GCC GTC TAT TAC TGT ACT ACA TCC TAC ATT TCA CAT 
WL5 324 333 342 351 360 369 

C^GGVCYGGYFEFWGQGALVT 
TGT fgGG GGT GGT GTC TGC TAT GGA GGT TAC TTC GAA TTC TGG GGC CAG GGC GCC CTG GTC ACC 
178 387 396 405 414 423 432 

vSlSASTKGPSVFPLAPSSKST 

GTC ^ TCC TCA GCT AGC ACC AAG GGC CCA TCG GTC TTC CCC CTG GCA CCC TCC TCC AAG AGC ACC 
Hl41 450 459 468 477 436 495 

3 .. ii 

SOSGTAALGCLVKDYFPEPVTV 
TCTflgGG GGC ACA GCG GCC CTG GGC TGC CTG GTC AAG GAC TAC TTC CCC GAA CCG GTG ACG GTG 
'"504 513 522 531 540 549 553 

SWNSGALTSGVHTFPAVLQSS 
TCG TGG AAC TCA GGC GCC CTG ACC AGC GGC GTG CAC ACC TTC CCG GCT GTC CTA CAG TCC TCA 
567 576 585 594 603 612 621 

GLYSLS SVVTVPSSSLGTQTY 
GGA CTC TAC TCC CTC AGC AGC GTG GTG ACC GTG CCC TCC AGC AGC TTG GGC ACC CAG ACC TAC 
630 639 648 657 666 675 684 

ICNVNHKPSNTKVDKKAEPKS 
ATC TGC AAC GTG AAT CAC AAG CCC AGC AAC ACC AAG GTG GAC AAG' AAA GCA GAG CCC AAA TCT 
693 702 711 720 729 738 747 

CDKTHTCPPCPAPELLGGP SV 
TGT GAC AAA ACT CAC ACA TGC CCA CCG TGC CCA GCA CCT GAA CTC CTG GGG GGA CCG TCA GTC 
756 765 774 783 792 801 810 

FLFPPKPKDTLMISRTPEVTC 
TIC CTC TTC CCC CCA AAA CCC AAG GAC ACC CTC ATG ATC TCC CGG ACC CCT GAG GTC ACA TGC 
819 828 837 846 855 864 873 




VVDVSHEDPEVKFNWYVDGV 
GTG GTG GAC GTG AGC CAC GAA GAC CCT GAG GTC AAG TTC AAC TGG TAC GTG GAC GGC GTG 
882 891 900 909 918 927 936 



FIGURE 4b (Continued) 



EVHNAKTKPREEQYNSTYRVV 
GAG GTG CAT AAT GCC AAG ACA AAG CCG CGG GAG GAG CAG TAC AAC AGC ACG TAC CGT GTG GTC 
945 954 963 972 981 990 999 

SVLTVLHQDWLNGKEYKC KVS 
AGC GTC CTC ACC GTC CTG CAC CAG GAC TGG CTG AAT GGC AAG GAG TAC AAG TGC AAG GTC TCC 
1008 1017 1026 1035 1044 1053 1062 

NKALPAP I EKTISKAKGQ PRE 
AAC AAA GCC CTC CCA GCC CCC ATC GAG AAA ACC ATC TCC AAA GCC AAA GGG CAG CCC CGA GAA 
1071 1080 1089 1098 1107 1116 1125 

PQVYTLP P SRDELTKNQVSLT 
CCA CAG GTG TAC ACC CTG CCC CCA TCC CGG GAT GAG CTG ACC AAG AAC CAG GTC AGC CTG ACC 



1134 



1143 ' 1152 1161 1170 1179 1188 



'CLVKGFYPSDIAVEWESNGQP 
T<Iff CTG GTC AAA GGC TTC TAT CCC AGC GAC ATC GCC GTG GAG TGG GAG AGC AAT GGG CAG CCG 
=1197 1206 1215 1224 1233 1242 1251 

i 5 

E Ci NNYKTTPPVLDSDGSFFLYS 
GAG AAC AAC TAC AAG ACC ACG CCT CCC GTG CTG GAC TCC GAC GGC TCC TTC TTC CTC TAC AGC 
HIl260 1269 1278 1287 1296 1305 1314 

K— LTVDKSRWQQGNVFSCSVMH 
M CTC ACC GTG GAC AAG AGC AGG TGG CAG CAG GGG AAC GTC TTC TCA TGC TCC GTG ATG CAT 
L.1323 1332 1341 1350 1359 1368 1377 

eWalhnhytqkslslspgk . 

GAG GCT CTG CAC AAC CAC TAC ACG CAG AAG AGC CTC TCC CTG TCT CCG GGT AAA TGA 
hi 1386 1395 1404 1413 1422 1431 



# t 



FIGURE 5a 



Length of 1SC10 Lainbda/Primatized : 711 bp; 
Listed from: 1 to: 711; 

Translated from: 1 to: 709 (Entire region); 

Genetic Code used: Universal; Fri, May 26, 1995 11:08 AM 

Frame 1MRVPAQLLGLLLLWLPGAR 

ATG AGG GTC CCC GCT CAG CTC CTG GGG CTC CTG CTG CTC TGG CTC CCA GGT GCA CGA 
9 18 27 36 45 54 

CESVLTQPPSVSGAPGQKVTX- 
TGT GAG TCT GTC CTG ACA CAG CCG CCC TCA GTG TCT GGG GCC CCA GGG CAG AAG GTC ACC ATC 
63 72 81 90 99 108 117 

SCTGSTSNIGGYDLHWYQQLP 
TCG TGC ACT GGG AGC ACC TCC AAC ATT GGA GGT TAT GAT CTA CAT TGG TAC CAG CAG CTC CCA 
126 135 144 153 162 171 180 

gStapklliydinkrpsgisdr 
gcc ccc aaa ctc ctc atc tat gac att aac aag cga ccc tca gga att tct gac cga 

Ml89 198 207 215 225 234 243 

■5- E 

fWsgsksgtaaslaitglqted 
ttcf tct ggc tcc aag tct ggt acc gcg gcc tcc ctg gcc atc act ggg ctc cag act gag gat 

W252 261 270 279 288 297 306 

E 7 A DYYCQSYDSSLNAQVFGGG 
GAG. GCT GAT TAT TAC TGC CAG TCC TAT GAC AGC AGC CTG AAT GCT CAG GTA TTC GGA GGA GGG 
" 315 324 333 342 351 360 369 

Tf*R L» T V L G Q P KAAP SVT L F P P S 
Ad# CGG CTG ACC GTC CTA GGT CAG CCC AAG GCT GCC CCC TCG GTC ACT CTG TTC CCG CCC TCC 
O 378 387 396 405 414 423 432 

SEELQANKATLVCLI S DFY PG 
TCT GAG GAG CTT CAA GCC AAC AAG GCC ACA CTG GTG TGT CTC ATA AGT GAC TTC TAC CCG GGA 
441 450 459 468 477 486 495 

AVTVAWKADS SPVKAGVETTT 
GCC GTG ACA GTG GCC TGG AAG GCA GAT AGC AGC CCC GTC AAG GCG GGA GTG GAG ACC ACC ACA 
504 513 522 531 540 549 558 

PSKQSNNKYAASSYLSLTPEQ 
CCC TCC AAA CAA AGC AAC AAC AAG TAC GCG GCC AGC AGC TAC CTG AGC CTG ACG CCT GAG CAG 
567 576 585 594 603 612 621 

WKSKRSYSCQVTHEGSTVEKT 
TGG AAG TCC CAC AGA AGC TAC AGC TGC CAG GTC ACG CAT GAA GGG AGC ACC GTG GAG AAG ACA 
630 639 648 657 666 675 684 

V A P T E C S 
GTG GCC CCT ACA GAA TGT TCA TGA 
693 702 711 



FIGURE 5b 



Length of 16C10 heavy/primatized: 1431 bp; 
Listed from: 1 to: 1431; 

Translated from: 1 to: 1429 (Entire region) ; 

Genetic Code used: Universal; Fri, May 26, 1995 11:08 AM 

. 1MKHLW F FLLLVAAP RWVL S 

S ATG AAA CAC CTG TGG TTC TTC CTC CTC CTG GTG GCA GCT CCC AGA TGG GTC CTG TCC 

9 18 27 36 45 54 

OVOLQESGPGLVKPSETLSLT- 
CAG GTG CAG CTG CAG GAG TCG GGC CCA GGA CTG GTG AAG CCT TCG GAG ACC CTG TCC CTC ACC 
63 72 81 90 99 108 117 

rAVSGGSISGGYGWGWIRQPP 
TGC GCT GTC TCT GGT GGC TCC ATC AGC GGT GGT TAT GGC TGG GGC TGG ATC CGC CAG CCC CCA 
126 135 144 153 162 171 180 

rKGL-EWIGSFYSSSGNTYYNP 
GGG AAG GGG CTG GAG TGG ATT GGG AGT TTC TAT AGT AGT ACT GGG AAC ACC TAC TAC AAC CCC 
189 198 207 216 225 234 m 

g r KSOVTI STDTSKNQFSLKL 
TCcfec AAG AGT CAA GTC ACC ATT TCA ACA GAC ACG TCC AAG AAC CAG TTC TCC CTG AAG CTG 
352 261 270 279 288 297 306 

mSmtaadtavyycvrdrlf sv 

LcJcT ATG ACC GCC GGG GAC ACG GCC GTG TAT TAC TGT GTG AGA GAT CGT CTT TTT TCA GTT 
S 15 324 333 342 351 360 369 

•yT ^ M V Y M N W rU D V W G PGVLVTVS 

ItMgk 1^ gto tac aac aac tc^ ttc gat gtc tgg gc<^ 

= 378 387 396 405 414 423 432 

qftsTKGPSVFPLAPSSKSTSG 
IcaAt AGC ACC AAG GGC CCA TCG GTC TTC CCC CTG GCA CCC TCC TCC AAG AGC ACC TCT GGG 

j 441 450 459 468 477 486 49b 

gRtaalgc lvkdyfpepvtvsw 

SgJ 1 ACA GCG GCC CTG GGC TGC CTG GTC AAG GAC TAC TTC CCC GAA CCG GTG ACG GTG TCG TGo 
504 513 522 531 540 549 558 

MSGALTSGVHTFPAVLQSSGL 
' AAC TCA GGC GCC CTG ACC AGC GGC GTG CAC ACC TTC CCG GCT GTC CTA CAG TCC TCA GGA CTC 
567 576 585 594 603 612 621 



Y SLSSVVTVPSSSLGTQTYIC 
TAC TCC CTC AGC AGC GTG GTG ACC GTG CCC TCC AGC AGC TTG GGC ACC CAG ACC TAC ATC TGC 
630 639 648 657 666 675 684 

MVKTHKO SNTKVDKKAEPKSCD 
AAC GTG AAT CAC AAG CCC AGC AAC ACC AAG GTG GAC AAG AAA GCA GAG CCC AAA TCT TGT GAC 
693 702 711 720 729 738 747 

KTHTCPPCPAPELLGGPSVFL 
AAA ACT CAC ACA TCC CCA CCG TGC CCA GCA CCT GAA CTC CTG GGG GGA CCG TCA GTC TTC CTC 
756 765 774 783 792 801 810 

FPPKPKDTLMISRTPEVTCVV 
TTC CCC CCA AAA CCC AAG GAC ACC CTC ATG ATC TCC CGG ACC CCT GAG GTC ACA TGC GTG GTG 
819 828 837 846 855 864 873 

VD VSHEDPEVKFNWYVDGVE V 
GTG GAC GTG AGC CAC GAA GAC CCT GAG GTC AAG TTC AAC TGG TAC GTG GAC GGC GTG GAG GTG 



FIGURE 5b (Continued) 

882 891 900 909 918 927 936 

HNAKTKPREEQYNSTYRVVSV 
CAT AAT GCC AAG ACA AAG CCG CGG GAG GAG CAG TAC AAC AGC ACG TAC CGT GTG GTC AGC GTC 
945 954 963 972 981 990 999 

LTVLHQDWLNGKEYKCKVSNK 
CTC ACC GTC CTG CAC CAG GAC TGG CTG AAT GGC AAG GAG TAC AAG TGC AAG GTC TCC AAC AAA 
1008 1017 1026 1035 1044 1053 1062 

A L P A P IEKTISKAKGQPREPQ 
GCC CTC CCA GCC CCC ATC GAG AAA ACC ATC TCC AAA GCC AAA GGG CAG CCC CGA GAA CCA CAG" 
1071 1080 1089 1098 1107 1116 1125 

VYTLPPSRDELTKNQVSLTCL 
GTG TAC ACC CTG CCC CCA TCC CGG GAT GAG CTG ACC AAG AAC CAG GTC AGC CTG ACC TGC CTG 
. 1134 1143 1152 1161 1170 1179 1188 

VET K G F Y P S D 
Gd£ AAA GGC TTC TAT CCC AGC GAC 
H1197 1206 1215 
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IAVEWESNGQPEN 
ATC GCC CTG GAG TGG GAG AGC AAT GGG CAG CCG GAG AAC 
1224 1233 1242 1251 
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Figure 6 

Competitive Binding of CTLA-4Ig-Biotin to B7-1 TransfectedCHO Cells 




Inhibitor (jig/ml) 



Figure 7 



Competitive Binding of P16C10-Biotin to B7-1 Transfected CHO Cells 
in Presence of P16C10 MAb, CTLA-4Ig and B7-Hg Fusion Proteins 




Inhibitor (p,g/ml) 
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Figure 10 



Competitive Inhibition of Radiolabeled B7-lIg Binding to CD28 Receptors on 
Isolated Non-Activated Peripheral Blood T Cells using Unlabeled Binding Proteins 
Recognizing Either B7-1 or CD28 
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